Streptomyces spp. produce many and diverse bioactive metabolites. Plant growth-promoting (PGP) activity by Streptomyces spp. has been reported repeatedly; however, the mechanisms are largely unknown. We report the sequencing of the genome of a PGP endophytic Streptomyces sp. strain, which will contribute to the understanding of the underlying mechanisms for growth promotion. E ndophytic bacteria have been increasingly seen as relevant partners influencing plant health (1, 2). Streptomyces sp. strain UYFA156 was isolated from seeds of Festuca arundinacea cv. SFRO Don Tomás (tall fescue). Although bacteria of the genus Streptomyces are studied mostly for their notable antibiotic production ability (3), this strain stands out not for its biocontrol activity but for another plant health-associated trait. The strain UYFA156 has plant growth-promoting (PGP) activity in its host, F. arundinacea cv. SFRO Don Tomás, but not in another tall fescue cultivar, F. arundinacea cv. Tacuabé (4). Several phenotypes associated with PGP activity (5) in bacteria have been searched for in UYFA156, such as indole-acetic acid production, K and P solubilization, the presence of the gene nifH, and nitrogenase activity, through the acetylene reduction assay, and none gave positive results (4). In addition, its true endophytic nature has been shown (, submitted for publication) in both the compatible interaction with F. arundinacea cv. SFRO Don Tomás and the incompatible interaction with F. arundinacea cv. Tacuabé. We aim to uncover the molecular basis of this beneficial interaction, and thus we sequenced the bacterial genome, which will be used as a reference for future work.
genome consists of 7,131,381 bp divided into one chromosome of 6,823,997 bp and a megaplasmid of 307,384 bp. Like all Streptomyces species, UYFA156 has a high GC content (73.4%). Seven copies of rRNA operons were found in UYFA156, which is consistent with the ability of this strain to grow rapidly in highly complex media (6) such as the inside of plants. Using FastANI v.1.1 (7) , the most similar genome was found to belong to the strain Streptomyces albidoflavus SM254, with an average nucleotide identity value of 96.27% (8) , which was studied for being a potent pathogen antagonist and was reported to have similar genomic characteristics.
Similar to strain S. albidoflavus SM245, UYFA156 has several secondary metabolite gene clusters, as revealed by antiSMASH v.5.0.0 (9), including nonribosomal peptide synthetases (NRPS), polyketide synthases (pKS), ectoine, terpenes, and desferroxamine, among others.
Data availability. The sequence data of S. albidoflavus UYFA156 have been deposited in DDBJ/ENA/GenBank under the BioSample number SAMN11663544, BioProject number PRJNA543336, and genome accession numbers CP040466 and CP040467 for the chromosome and the megaplasmid, respectively. The raw sequence data can be accessed through the NCBI Sequence Read Archive (SRA) under the identifier SRX5891284.
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